Key indicators: single-crystal X-ray study; T = 203 K; mean (C-C) = 0.002 Å; disorder in main residue; R factor = 0.045; wR factor = 0.055; data-to-parameter ratio = 25.0.
The title molecule, C 21 H 15 Cl 2 N 3 O, consists of two coplanar 4chlorophenyl groups bonded to a distorted (envelope) dihydroquinazoline ring with a dihedral angle of 58.9 (1) between the 4-chlorophenyl groups. The angles between the mean planes of the benzyl group of the nonplanar dihydroquinazoline group and those of the two 4-chlorophenyl groups are 82.0 (6) and 84.3 (3) , respectively. The torsion angle of the methylene amine linkage indicates a significant twist between the dihydroquinazolin-4(1H)-one and attached 4-chlorophenyl group. Disordered chlorine atoms (0.86:0.14) occur within the singly attached 4-chlorophenyl group bonded to the dihydroquinazoline ring. Crystal packing is stabilized by intermolecular N-HÁ Á ÁO hydrogen bonding between dihydroquinazoline groups, linking the molecules into chains along the b axis.
Related literature
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Experimental

S1. Comment
Substituted 2,3-dihydroquinazolin-4(1H)-ones are found to be potent inhibitors of inosine 5′-monophosphate dehydrogenase type II (Birch et al., 2005) and also are found to possess antibacterial (Alaimo & Russel, 1972) and anthelmentic activities (Alaimo & Hatton, 1972) . Schiff bases are used as substrates in the preparation of number of industrial and biologically active compounds via ring closure, cycloaddition and replacement reactions. Some Schiff base derivatives were reported to possess antimicrobial, anti-inflammatory and central nervous system activities. Moreover, Schiff bases are also known to have biological activities such as antimicrobial (El-Masry et al., 2000; Pandey et al., 1999) , antifungal (Singh & Dash, 1988; Varma et al., 1986) , antitumor (Hodnett & Dunn, 1970 ., Misra et al., 1981 Desai et al., 2001) , and also act as herbicides. The crystal structures of 3-(4-bromophenyl)-2,2-dimethyl-2,3-dihydroquinazolin-4(1H)-one (Shi, Li, Shi, Zhuang & Zhang, 2004) , 3-(4-chlorophenyl)-3,4-dihydroquinazolin-2(1H)-one (Shi et al., 2004a) , 6-chloro-3-(4-chlorophenyl)-3,4-dihydroquinazolin-2(1H)-one acetone hemisolvate (Shi et al., 2004b) , 7chloro-2,2-dimethyl-3-(4-methylphenyl)-1,2-dihydroquinazolin-4(3H)-one , 2-(4-hydroxy-3-methoxyphenyl)-1-phenethyl-1,2-dihydroquinazolin-4(3H)-one (Swamy & Ravikumar, 2005) , 5-chloro-3-hydroxy-2,2-dimethyl-2,3-dihydroquinazolin-4(1H)-one (Vembu et al., 2006) and 2-(biphenyl-4-yl)-2,3-dihydroquinazolin-4(1H)-one (Chruszcz et al., 2007) have been reported. A new quinazolinone containing Schiff base, C 21 H 15 C l2 N 3 O, has been synthesized and its crystal structure is reported. In our synthesis we expected the formation of 2-amino-N′-[(1E)-(4chlorophenyl)methylene]benzohydrazide. Instead the aldehyde reacted with both primary amino groups and the cyclized form was created producing the title compound, (I).
The six-membered pyrimidin-4(1H)-one ring within the quinazoline group (C1-C2-C7-N1-C8-N2) is a distorted envleope with Cremer & Pople (1975) puckering parameters Q, θ and φ of 0.4372 (17) Å, 121.2 (2)° and 129.4 (2)°, respectively ( Fig. 1 ). For an ideal envelope conformation, θ and φ are 54.7° and (60n)°, respectively. The angle between the mean planes of the two coplanar 4-chlorophenyl groups is 58.9 (1)°. The angles between the mean planes of the benzyl group of the nonplanar, dihydroquinazolin-4 group and those of the two 4-chlorophenyl groups are 82.0 (6) and 84.3 (3)%, respectively. The torsion angles of the methylene amine linkage [N3-N2-C1-C2 = 159.78 (13)° and N3-C15-C16-C21 = -165.29 (16)°] indicates a significant twist between the dihydroquinazolin-4(1H)-one and attached 4-chlorophenyl group. Crystal packing is stabilized by intermolecular N1-H1A···O1 hydrogen bonding between nearby dihydroquinazolin groups which link the molecules into chains along the b axis of the unit cell ( Fig.2) .
S2. Experimental
A mixture of 2-aminobenzohydrazide (0.302 g, 0.002 mol) and 4-chlorobenzaldehyde (0.28 g, 0.002 mol) in 15 ml of absolute ethyl alcohol containing 2 drops of 4 M sulfuric acid was refluxed for about 3 h. On cooling, the solid separated was filtered and recrystallized from a solvent mixture (8:2) of ethyl acetate and DMF (m.p.: 466-468 K). Analysis found: 
S3. Refinement
The C-H atoms were positioned with idealized geometry and were refined isotropic with U eq (H) = 1.2 U eq (c) using a riding model with C-H = 0.94 Å for aromatic and C-H = 0.99 Å for methine H atoms. The N-H H atom was located in difference map and was refined isotopic with varying coordinates. One chlorine atom is disordered in two positions and was refined anisotropic using a split model (s.o.f. = 0.143 (3) and 0.857 (3)). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. A disordered chlorine atom, Cl2A [(0.143 (3) ] & Cl2B [0.857 (3)], occurs within the singly attached 4-chlorophenyl group to the dihydroquinazolin-4 ring and was refined so that their occupancies summed to 1. 115.9 (9) C11-C10-H10A 119.5 C8-N1-H1A 113.8 (9) C12-C11-C10 118.91 (16) C1-N2-N3 118.10 (10) C12-C11-H11A 120.5 C1-N2-C8 120.02 (10) C10-C11-H11A 120.5 N3-N2-C8 109.70 (11) C11-C12-C13 121.48 (16) C15-N3-N2 114.02 (13) C11-C12-Cl2B 122.01 (18) 
Figure 1
2-(4-Chlorophenyl)-3-{[(1E)-(4-chlorophenyl)methylene]amino}-2,3-dihydroquinazolin-4(1H)-one
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
